Introduction: Over the past two decades, three CoVs responsible for serious diseases in humans have been identified. The zoonotic origin of these viruses confirms that coronaviruses have the potential to move from natural hosts to different species and cause serious diseases with fatal implications. Surveillance of coronaviruses in wild hosts is essential to better understand viral diversity and may also provide useful indications to reduce the risk of future spillover events from animals to humans. In this study, coronavirus surveillance was conducted in marmots in the Alpine region in 2022, captured as part of a population control programme in the Livigno area. The large increase in these animals led to the animals being captured and transported to other Alpine areas with lower animal densities.  
Methods: During the provincial relocation plan implemented in 2022, 60 alpine marmots were captured in the municipality of Livigno in the province of Sondrio (northern Italy) and, after a quar​antine period, were released in other alpine locations. From each animal, faecal samples (n. 60) were collected at the time of capture (1st sampling) and faecal (n. 35) and blood samples (n. 35) were collected at the time of release (2nd sampling) in the Brescia area 15 days later.  Faecal samples were tested for Coronavirus using a nested Pan-Coronavirus RT-PCR and real time RT-PCR for SARS-CoV-2. PCR-positive samples for Pan-CoV were then sequenced by sanger sequencing. Serum samples were analysed with a Mab-based competitive ELISA for the detection of antibodies against Bovine Coronavirus (Bov-CoV).  
Results: Six samples from the first sampling were positive by Pan-CoV RT-PCR. Unexpectedly, the CoV sequences obtained showed the highest homology (98.41%) with Bovine Coronavirus de​tected in France. All samples analysed for SARS-CoV-2 were negative.  Analysis of sera collected during the second sampling revealed that 9/35 sera were positive for antibodies against Bov-Cov in a competitive Mab-based ELISA.  
Conclusions: These results, although preliminary, showed a possible infection of marmots with bovine CoV. The presence of Ab against Bov-CoV in the marmots’ sera indeed supported the possible Bov-CoV infection and possible spillover phenomenon. However, in order to confirm these results, further analysis is necessary, such as the complete genome analysis of pan-CoV positive samples and serological analysis of positive sera with the serum neutralisation test using Bov-CoV as antigen. Marmots share alpine pastures with cattle species in the Livigno area; in fact, the capture area in 2022 represented areas of pasture and forage production and this could explain these results.  These results highlight the need to investigate wild animals and marmots in particular more deeply for Coronavirus surveillance, in order to provide more information on the circulation and diversity of Coronavirus in wildlife
